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FIG. 1 



HSP 90 -beta (Mouse) 
SEQ ID NO:l 



1 mpeevhhgee evetfafqae iaqlmsliin 
61 dpskldsgke Ikidiipnpq ertltlvdtg 
121 adismigqfg vgfysaylva ekvwitkhn 
181 vilhlkedqt eyleerrvke wkkhsqfig 
241 dkddeekpki edvgsdeedd sgkdkkkktk 
301 ygefyksltn dwedhlavkh fsvegqlefr 
361 fimdscdeli peylnfirgv vdsedlplni 
421 edkenykkfy eafsknlklg ihedstnrrr 
4 81 ksiyyitges keqvansafv ervrkrgfev 
541 lelpedeeek kkmeeskakf enlcklmkei 
601 nmer iiakaqa lrdnstmgym makkhleinp 
661 tallssgfsl edpqthsnri yrmiklglgi 
721 eevd 

HSP SO -beta (Human) 
SEQ ID NO: 2 ' 



tfysnkeifl relisnasda ldkiryeslt 
igmtkadlin nlgtiaksgt kafmealqag 
ddeqyawess aggsftvrad hgepigrgtk 
ypitlyleke rekeisddea eeekgekeee 
kikekyidqe elnktkpiwt rnpdditqee 
allfiprrap fdlfenkkkk nniklyv:r:rv 
sremlqqski lkvirknivk kclelfsela 
Isellryhts qsgdemtsls eyvsrmketq 
vymtepidey cvqqlkefdg kslvsvtkeg 
ldkkvekvti snrlvsspcc ivtstygwta 
dhpivetlrq kaeadkndka vkdlwllfe 
dedevaaeep naavpdeipp legdedasnn 



1 mpeevhhgee evetfafqae iaqlmsliin 
61 dpskldsgke Ikidiipnpq ertltlvdtg 
121 adismigqfg vgfysaylva ekvwitkhn 
181 vilhlkedqt eyleerrvke wkkhsqfig 
241 dkddeekpki edvgsdeedd sgkdkkkktk 
301 ygefyksltn dwedhlavkh fsvegqlefr 
361 fimdscdeli peylnfirgv vdsedlplni 
421 edkenykkfy eafsknlklg ihedstnrrr 
481 ksiyyitges keqvansafv ervrkrgfev 
541 lelpedeeek kkmeeskakf enlcklmkei 
601 nmerimkaqa lrdnstmgym makkhleinp 
661 tallssgfsl edpqthsnri yrmiklglgi 
721 eevd "* " 



tfysnkeifl relisnasda ldkiryeslt 
igmtkacllin nlgtiaksgt kafmealqag 
ddeqyawess aggsftvrad hgepigrgtk 
ypitlyleke rekeisddea eeekgekeee 
kikekyidqe elnktkpiwt rnpdditqee 
allfiprrap fdlfenkkkk nniklyvrrv 
sremlqqski lkvirknivk kclelfsela 
Isellryhts qsgclemtsls eyvsrmketq 
vymtepidey cvqqlkefdg kslvsvtkeg 
ldkkvekvti snrlvsspcc ivtstygwta 
dhpivetlrq kaeadkndka vkdlwllfe 
dedevaaeep naavpdeipp legdedasrm 



HSP 90 -alpha (Human) 
SEQ ID NO: 3 



1 mpeetqtqdq pmeeeevetf afqaeiaqlm 
61 yesltdpskl dsgkelhinl ipnkqdrtlt 
121 alqagadism igqfgvgfys aylvaekvtv 
181 grgtkvilhl kedqteylee rrikeivkkh 
241 keeekekeek esedkpeied vgsdeeeekk 
301 pdditneeyg efyksltndw edhlavkhfs 
361 iklyvrrvfi mdnceelipe ylnfirgwd 
421 lelftelaed kenykkfyeq fskniklgih 
481 ctrmkenqkh iyyitgetkd qvansafver 
541 lvsvtkegle lpedeeekkk qeekktkfen 
601 tstygwtanm erimkaqalr dnstmgymaa 
661 dlvillyeta llssgfsled pqthanriyr 
721 gdddtsrmee vd 



sliintfysn keiflrelis nssdaldkir 
ivdtgigmtk adlinnlgti aksgtkafme 
itkhnddeqy awessaggsf tvrtdtgepm 
sqfigypitl fvekerdkev sddeaeeked 
dgdkkkkkki kekyidqeel nktkpiwtrn 
vegqlefral lfvprrapfd lfenrkkknn 
sedlplnisr emlqqskilk virknlvkkc 
edsqnrkkls ellryytsas gdemvslkdy 
lrkhgleviy miepideycv qqlkefegkt 
ickimkdile kkvekvwsn rlvtspcciv 
kkhleinpdh siietlrqka eadkndksvk 
miklglgide ddptaddtsa avteempple 



) 



) 
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HSP 8 4 (Mouse) 
SEQ ID NO: 4 

1 rnpeevhhgee evetfafqae 

61 dpskldsgke Ikidiipnpq 

121 adismigqfg vgfysaylva 

181 vilhlkedqt eyleerrvke 

241 dkedeekpki edvgsdeedd 

301 ygefyksltn dwedhlavkh 

361 fimdscdeli peylnfirgv 

421 edkenykkfy eafsknlklg 

481 ksiyyitges keqvansafv 

541 lelpedeeek kkmeeskakf 

601 nmerimkaqa Irdnstmgym 

661 tallssgfsl edpqthsnri 
721 eevd 



iaqlmsliin tfysnkeifl 
ertltlvdtg igmtkadlin 
ekvwitkhn ddeqyawess 
wkkhsqfig ypitlyleke 
sgkdkkkktk kikekyidqe 
fsvegqlefr allfiprrap 
vdsedlplni sremlqqski 
ihedstnrrr lsellryhts 
ervrkrgfev vymtepidey 
enlcklmkei ldkkvekvti 
raakkhleinp 'dhpivetlrq 
yrmiklglgi dedevtaeep 



relisnasda Idkiryeslt 
nlgtiaksgt kafmealqag 
aggsftvrad hgepigrgtk 
rekeisddea eeekgekeee 
elnktkpiwt rnpdditqee 
fdlfenkkkk niiiklyvrrv 
Ikvirknivk kclelfsela 
qsgdemtsls eyvsrmketq 
cvqqlkefdg kslvsvtkeg 
snrlvsspcc ivtstygwta' 
kaeadkndka vkdlwllfe 
saavpdeipp legdedasrm 



HSP 84 (Human) 
SEQ ID NO: 5 

1 rnpeevhhgee evetfafqae iaqlmsliin 
61 dpskldsgke lkidiipnpq ertltlvdtg 
121 adismigqfg vgfysaylva ekvwitkhn 
181 vilhlkedqt eyleerrvke wkkhsqfig 
241 dkddeekpki edvgsdeedd sgkdkkkktk 
301 ygefyksltn dwedhlavkh fsvegqlefr 
361 fimdscdeli peylnfirgv vdsedlplni 
421 edkenykkfy eafsknlklg ihedstnrrr 
481 ksiyyitges keqvansafv ervrkrgfev 
541 lelpedeeek kkmeeskakf enlcklmkei 
601 nmerimkaqa Irdnstmgym makkhleinp 
661 tallssgfsl edpqthsnri yrmiklglgi 
721 eevd 



tfysnkeifl relisnasda ldkiryeslt 
igmtkadlin nlgtiaksgt kafmealgag 
ddeqyawess aggsftvrad hgepigrgtk 
ypitlyleke rekeisddea eeekgekeee 
kikekyidqe elnktkpiwt rnpdditqee 
allfiprrap fdlfenkkkk nniklyvrrv 
sremlqqski ikvirknivk kclelfsela 
lsellryhts qsgdemtsls eyvsrmketq 
vymtepidey cvqqlkefdg kslvsvtkeg 
ldkkvekvti snrlvsspcc ivtstygwta 
dhpivetlrq kaeadkndka vkdlwllfe 
dedevaaeep naavpdeipp legdedasrm 



HSP 86 (Mouse) 
SEQ ID NO: 6 

1 mpeetqtqdq pmeeeevetf afqaeiaqlm 
61 yesltdpskl dsgkelhinl ipskqdrtlt 
121 alqagadism igqfgvgfys aylvaekvtv 
181 grgtkvilhl kedqteylee rrikeivkkh 
241 keeekekeek esddkpeied vgsdeeeeek 
301 npdditneey gefyksltnd weehlavkhf 
361 niklyvrrvf imdnceelip eylnfirgw 
421 clelf telae dkenykkfye qf skniklgi 
481 yctrmkenqk hiyfitgetk dqyansafve 
541 tlvsvtkegl elpedeeekk kqeekktkfe 
601 vtstygwtan merimkaqal rdnstmgyma 
661 kdlvillyet allssgfsle dpqthanriy 
721 egdddtsrme evd 



sliintfysn keiflrelis nssdaldkir 
ivdtgigmtk adlinnigti aksgtkafme 
itkhnddeqy awessaggsf tvrtdtgepm 
sqf igypitl fvekerdkev sddeaeekee 
kdgd3ckk)dck ikekyidqee lnktkpiwtr 
svegqlefra llfvprrapf dlfenrkkkn 
dsedlplnis remlqqskil kvirknlvkk 
hedsqnrkkl sellryytsa sgdemvslkd 
rlrkhglevi ymiepideyc vqqlkefegk 
nlckimkdil ek3cvekwvs nrlvtspcci 
akkhleinpd hsiietlrqk aeadkndksv 
rmiklglgid eddptvddts aavteemppl 
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HSP 86, HSP 60 (Human) 
SEQ ID NO: 7 

1 mlrlptvfrq mrpvsrvlap hltrayakdv 
61 tviieqswgs pkvtkdgvtv aksidlkdky 
121 rsiakegfek iskganpvei rrgvmlavda 
181 eigniisdam kkvgrkgvit vkdgktlnde 
241 dayvllsekk issiqsiypa leianahrkp 
3 01 kapgfgdnrk nqlkdmaiat ggavfgeegl 

3 61 kgdkaqiekr iqeiieqldv ttseyekekl 
421 vtdalnatra aveegivlgg gcallrcipa 

4 81 knagvegsli vekimqssse vgydamagdf 
541 taevwteip keekdpgmga mggmgggmgg 



kfgadaralm lqgvdllada vavtmgpkgr 
knigaklvqd vanntneeag dgtttatvla 
viaelkkqsk pvttpeeiaq vatisangdk 
leiiegmkfd rgyispyfin tskgqkcefq 
lviiaedvdg ealstlvlnr Ikvglqwav 
tlnledvqph dl gkvgeviv tkddamlikg 
nerlaklsdg vavlkvggts dvevnekkdr 
ldsltpaned qkigieiikr tlkipamtia 
vnmvekgiid ptkwrtall daagvasllt 
gmf 



L-plastin ( Human ) 
SEQ ID NO: 8 

1 margsvsdee mmelreafak vdtdgngyis 
61 gdldqdgris fdefikifhg lkstdvaktf 
121 eekyafvnwi nkalendpdc rhvipmnpnt 
181 nkkkltpfti qenlnlalns asaigchwn 
241 elsrnealia llregesled lmklspeell 
3 01 hlleqvapkg deegvpawi dmsglrekdd 

3 61 klnlafianl fnrypalhkp enqdidwgal 
421 sdalyifqly ekikvpvdwn rvnkppypkl 

4 81 qdlnegxurtl tlaliwglmr rytlnileei 
541 fkdpkistsl pvldlidaiq pgsinydllk 
6 01 pedlvevnpk nrvmtvf aclm gkgmkrv 



fnelndlfka aclplpgyxv reitenlmat 
rkainkkegi caiggtseqs svgtqhsyse 
ndlfnavgdg ivlckminls vpdtidex-ti 
igaedlkegk pylvlgllwq vikiglfadi 
lrwanyhlen agcnkignfs tdikdskayy 
iqraecmlqq aerlgcrqfv tatdwrgnp 
egetreertf rnwmnslgvn prvnhlysdl 
ggnmkklenc nyavelgknq akfslvgigg 
gggqkvnddi ivnwvnetlr eaeksssiss 
tenlnddekl rmakyaisma rkigarvyal 
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FIG. 12A 



MS-Fit Search Results 



Press stop on your browser if you wish to abort this MS-Fit search prematurely. 
Sample ID (comment): Magic Bullet digest 
Database searched: NCBInr.121002 

Molecular weight search (1000 - 1 00000 Da) selects 11 95692 entries. 
Full pr range; 1247039 entries. 

Species search ( MAMMALS ) selects 197947 entries. 
Combined molecular weight, pi and species searches select 186900 entries. 
MS-Fit search selects 407 entries (results displayed for top 4 matches). 
Considered modifications: J Peptide N-terminal Gin to pyroGlu j Oxidation of M j Protein N-terminus Acetyialed | 



Min. n 
Peptides 
to March 
4 



Peptide 
Mass 
Tolerance 

(+/-) 
150.000 
ppm 



Peptide 
Masses 
arc 

monoisotopic 



Digest 
Used 
Trypsin 



Max.# 
M issed 
Cleavages 
1 



Cysteines 
Modified 
by 



Input # 
Peptide 

acry^-nide Hydrogen (H) Free Acid (O H) M ^ 5es 



Peptide 
N terminus 



Peptide 
C terminus 



Result Summary 



Rank 

I 
2 
3 
4 



MOWSE 
Score 



M **™ MwSp, Species 
Matched v MW ^)/pl 

7.02e+003 8/15(53%) 81963.2/4.99 EQUUS CABALLUS 
6.91e+003 8/15(53*/*) 83264.6/4.97 HOMO SAPIENS 
£.79e+003 8/15(53%) 84843.9 / 5.26 HOMO SAPIENS 
2.25e+003 7/15(46%) 83316.8/5.06 RATTUS SP. 



NCBInr.121002 
Accession # 

20177936 
20149594 
11277141 
1340320 



Protein Name 

heat shock protein 90 beta 
Unknown (protein for MGC: 1 138) 
hypothetical protein 
heat shock protein 90; hsp90 



Detailed Results 



Acc. # 20177936. EQUUS CABALLUS. heat shock protein 90 beta . 
Peptide Sequence 

(Click for Fragment Ions) Modifications 

(IQVTlSiNRCL) 

(R)ALLEIEE(R) 
(K)QJKAFSK(N) 

(K)UlilPNPQER(T) 
(K )HFSVECQLE1?U( A1 
fltlf; V VDSEPI J>i .NtSB(g.) 
(R) Y HTS QSG DEM TS L>SK V V S; R( M ) 
CK^SIVVITORSyFOVANQ^WI,;^^ 

7 unmatched masses: 730.3300 815.4100 1479.8200 1537.7700 1567.7000 1639.9400 1715.8900 

The matched peptides cover 13% (95/713 AA's) of the protein. 
Coverage Map for This Hit (MS-Digest index #): 1205761 



1 . 8/15 matches (53%). 81963-2 Da, pf = 


4.99. 


m/z MH + 
submitted matched 


Delta 
ppm 


start 


end 


689.3000 689.3946 


-137.2410 


570 


575 


829.4100 829,5300 


-144.6415 


323 


329 


891.3500 891.4252 


-84.4094 


421 


427 


1194.6100 1194.6483 


-32.0277 


65 


74 


1348.6900 1348.6650 


18.5557 


312 


322 


1513.7800 1513.7862 


-4.1036 


371 


384 


2176.8600 2176.9457 


-39.3681 


449 


467 


2390.9900 2391.1832 


-80.8096 


474 


494 
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FIG. 12B 



2. 8/ 1 5 matches (53%). 83264.6 Da, pi - 4.97. Acc. ft 20149594. HOMO S API HNS. Unknown (protein for MGC: 1138). 

mAz Mb + Delta . . . Peptide Sequence „, 

submitted matched ppru * lart end (Click for Fragment Ions) Modifications 

689-3000 689.3946 -137.2410 578 583 (IQ VTJSNRC U 

829.4100 829.5300 -144.6415 331 337 (K )A LLPIPR (R) 

8913500 X91.42S2 -84.4094 419 435 f lO FVEA FSK( N1 

I194.61U0 1194.6483 -32.0277 73 82 <K) I PllPINPOEltm 

1348.6900 1348.6650 18,5S57 320 330 O OHPSVECOL.EFfU A) 

1513.7800 1513.7862 -4.1036 379 392 ( R)t7VVnSRftlPl.NlSR( E) 

2176.8600 2176.9457 -393681 457 475 ra WHTSO£CDEMTS1.SEVVSR<T Vf) 

2390.9900 2391.1832 -80.8096 482 502 <K> S1VVITCRSKROVANSAFVKR( V) 



7 unmatclred masses: 730.3300 815.4100 1479.8200 1537.7700 1567.7000 1639.9400 I715.890O 

The matched peptides cover 13% (95/724 A A*) ofihc prate in. 
Coverage Map for This Hit (MS-Digest index 137455 



m/z 
submitted 



3. 8/15 matches (53%). 

MH* 

matched 
6893000 6893946 
829.4100 
8913500 



829.5300 
891.4252 



1194.6100 1194.6483 
1348.6900 1348,6650 
1 513. 7800 1513.7862 
2176-8600 2176.94S7 
2390.9900 2391.1832 



«*<,.* Peptide Sequence 

stan ena (C|fck for Fragmcnt Ions) 



Modifications 



84843.9 Da, pf «» 5.26. Acc. * 1 1277 141. HOMO SAPIENS, hypothetical protein . 
Delta 
ppm 

-137.2410 S78 583 (K)YXl£ER(L) 

-144.6415 331 337 (R YALLFlPRf R* 

-84.4094 429 435 (K)FYEAFSK(N) 

-32.0277 73 82 <»Oir>piP^P<>KfifT) 

18.5557 320 330 (K mFSVECOLEFRrA ) 

-4.1036 379 392 (R)^VVPg&PLP^lSR(E) 

-393681 457 475 (R1YHTSQS^DF.MTS1>SFVV.SR(M) 

-80.8096 482 502 ( K\S f Y Y fT< ^ ES KEOVANSA KV E K f V > 



7 tinmatched masses: 730.3300 815.4100 1479.8200 1537.7700 1567.7000 1639.9400 1715.8900 

The matched peptides cover 12% (95A737 AA*s) of the protein. 
Coverage Map for This Hit (MS-Digest index #): 1 101236 



4. 7/15 matches (46%). 

m/z MH* 
submitted matched 

6893000 6893946 
829.4100 829.5300 
89IJ3SOO 891.4252 
1348.6900 1348.6650 
1513.7800 1513.7862 
2176.8600 2176.9457 
2390.9900 2391.1832 



Modifications 



833 16.8 Da. pi " 5.06. Acc. » 1346320. RATTUS SP.. hcut shock protein 90: hsp90 . 

Delta Peptide Sequence 

ppm 5ra " ena (Click for Fragment Ions) 

-137.2410 578 583 (K)i3J£&K(Ii) 

-144.6415 331 337 (R )ALLFlPRf R> 

-84.4094 429 435 f K. )FY EAFSKiN l 

18.5557 320 330 n OHFSVEKQl.EFRf A) 

-4.1036 379 392 <R\G VVDSr, DLPlNlSIM E> 

-393681 457 47S |RlYJHTSOS<JPKMTSLSEYVSHfail 

-80.8096 482 502 fKlSIVVITRRSKFAVANSAKVirHfV) 



8 unmatched masses: 730.3300 815.4100 1 194.6100 1479.8200 1537.7700 1567.7000 1639.9400 1715 8900 

MS- Tag Search Results 



Press stop on your browser if you wish 10 abort this MS-Tag search prematurely. 
Sample lD(coxcmeat): Ape A-t f 040 AKPVLEDLR 
Database searched.- NCBIar.121001 
Full Molecular Weight range: 1247039 entries. 
Full pi range; 1147039 entries. 
Species search ( MAMMALS ) selects 197947 entries. 
Number of sequences passing through parent mass liber: 4Z53 
MS-Tag search selects 7 entries (results displayed fi>r top 3 mulches). 
Parent mass: 1 194.6100 (*A 0.2000 Da) 

Fragment ions used b search: 175J1. 212.00, 229.20. J4242. 35S^3. St2.4J, S29.50, 62&3I, 723.44, 74058. 966.73 (+/- OJO Da) 
len Types Considered: a b By o b I 
Max £ 

Unmatched ^P* 10 * Masses Digest Max.* Missed Cysteines Peptide Peptide 
Ions «* Used Cleavages Modified by N terminus C terminus 

t mooolsotopic Trypsin I scrytauidt Hydrogen (H) Free Add (OH) 



Mode 



Result Summary 



Mir MH* 
Calculated Error 



MW CDaypl 



loos ( Db ) (Da) 

0711 OQIDIl.PMPOF.RfD 1194.6483 -0.0383 83325.7/4.97 MOUSE 



NCBIor.121002 



Protein Name 



Heat shock protein HSP 90-bett (HSP 84) 
m68> (Tumor specific transplantauoa 84 kDa amiaia) 
(TSTA) 

mi QOrOi LPNPOERfQ 3194.6483 410383 83341.1 !SJtU MUSMUSCUUJS 6680305 heat shock protein, 84 kDa 1 
0/11 OOlPrif^POERfn 1 194.6483 41.0383 14066.4/164 HOMO SAPIENS 23SU10 fc 



16/25 



FIG. 12C 



Rank lnma<ched 
Ions 



Sequence 



. Calculated Lrror 
0>a) (Da) 



Protein 
MW (Da)/pl 



Species 



0/1 1 



D 1194.6433 -0.0383 83325.7/4.97 MOUSE 



fK )lDl LPNPOER fn 1194.6483 -0.0383 83361.1 S.03 ^ys CULUS 



NCBlnr.121002 MS-Dmcst D . v 

w m -j Protein SNarae 
Accession tt Index 4 



123681 



3 J 81?6 



Fragment-ion (m/z) 


175 J I 


212.00 


229.20 


342.62 


355.43 


512.43 


529.50 


6263 Ij 


[723.44 ||74038 


966/73" 


loo-type 
Delta Da 


0.19 


NP 

-0.10 


0.03 
Dl 
0.08 


0.42 
DIL 
0.42 


PQE 

0.27 


y 4 -NHj 
0.18 


y* 

0.23 


0.02 


o.to 


031 


0.19 


0/11 fK)U)irPMPOER(T> 1194.6483 -0.0383 14066.4/4.64 HOMO SAPIFNS 


23511 H 


) 5 


Fragment-ion (m/z) 


17531 


212.00 


229.2C 


342.62 


355.43 


512.43 


52930 


626.3 4 l723.44|| 740.51 


966.73 


Ion-type 
Delta Da 


0.19 


NP 

-0.10 


o.os 

DI 

0.08 


h 
0.42 
DIJ 

0.42 


PQE 

0.27 


j V NH 3 
0.18 


Y* 
0.23 


0.02 


0.10 1 


y& 

02\ 


0.19 



Heat shock protein HSP 90-beta 
(HSP S4) (Tumor specific 
transplantation S4 kDa antigen) 
(TSTA) 



583990 heat shock protein, 84 kDa 1 



587097 heat shock protein beta 



MS-Tag Search Results 



Press stop on your browser if you wish to abort this MS-Tag search prematurely. 
Sample ID (comment): Apo A-l 1040 AKPVLEDLR 
Database searched: NCBIor.121002 

Molecular weight search (1000 - 100000 Da) selects 1195692 entries. 
Full pi range: 1247039 entries. 

Species search ( MAMMALS ) selects 197947 entries; 
Combined molecular weight, pi and species searches select 186900 entries. 
Number of sequences passing through parent mass filter 4989 
MS-Tag search selects 18 entries (results displayed for top 3 matches). 
Parent mass: 815.4100 (+/- 0.2000 Da) 

Fragment Ions used in search: 185.26, 255.27, 27234. 298.32, 354.45, 37133, 41739, 44535, 518JS (+/- 030 Da) 
Ion Types Considered: a b B y n b I 

Unmatched PcptidcMasscs Di S«st Max. P Missed Cysteines Peptide Peptide 
J~ Ions « Uscd Cleivagcs Modified by N terminus C terminus 

identity % monoisotopic Trypsin 1 acrylaoide Hydrogen (H) Free Acid (O H) 

Result Summary 

t^Un^ed Sequence plated Error M ^ Species Protein Name 

I 0/9 (R)AJXFVPR(R) 8,53143 4U043 7S541.0 / 53S MUS MUSCULUS 20882565 similar to heat shock protein 86 

I 079 (R )ALLFVPR( R) 8153143 -0.1043 84674.2 / 4.94 HOMO SAPIENS 123678 90 kDa beat-shock protein ( AA I -732) 

i 0/9 (K )AILFVPR( R) 81S.5143 -0.1043 57068.0/638 HOMOSAPIENS 12804541 h>?othedcal protein LOC63929 



n 

mate 
loos 

0/9 

0/9 



Rank Unmatched Sequence Calculated Error Pr0,ein 

loos (Da) <SH) MW(Da)/pl 



Species 



NCBlnr.121002 MS-Digcst _ . . „ 
Accession # Index * Protein Name 



(R) ALLFVPR( R) 8153143 -0.1043 75541.0/5.28 MUS MUSCULUS 20882565 
(R).3JXFVPR(R) 8153143 -0.1043 84674.2 / 4.94 HOMO SAPIENS 123678 



Fragment-Ion (ra/t)|| 18536 


[25537 


t27234 1(29832 11354:451 


371.53 


417J9t|44S.25l!si83S 


Ion-t>'pe II b z 
Delta Da | 0.13 


k-NH, 
|0. 12 


[0.17 lo.ll |034 | 


0.29 


*4 1 
0.10 1-0.03 j 


3.04 



615811 similar to heat shock protein 86 
162860 90 kDa heat-shock protein (AA I -732) 



0/9 



(KjAjLF ^PRcR) 8153143 -0.1043 57068.0/ 638 HOMOSAPIENS 12804541 171353 hypothetical protein LOC63929 



Fragment-ion <ra/x)||l85.26][25537] |27234j[29832 1| 354.45 ||37l S3 


4 17J9-I1445.25 lb 1835 


Ion-type lib, |^-NHJ|y 2 |b. byNHjU, 
DeltaDa ||o.!3 |(o.l2 ||o.l7 |o.H |o.24 1lo.29 


»4 |b/ 1 
0.10 1-0.03 1 


U 

).04 
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MS-Fit Search Results 



Press stop on your browser if you wish to abort this MS-Fit search prematurely. 

Sample I D (comment): Magic Bullet digest 
Database searched: NCBlnr.51403 

Molecular weight search (1000 - 200000 Da) selects 1421445 entries. 
Full pi range: 1432416 entries. 

Species search ( HUMAN RODENT ) selects 224838 entries. 

Combined molecular weight, pi and species searches select 222557 entries. 

MS-Fit search selects 5 entries (results displayed for lop 3 matches). 

Considered modifications: | Peptide N-tenninal Gin to pyroGlu j Oxidation of M | Protein N-terminus Acctylated | 



Min. # 
Peptides 
to Match 
' 7 



Peptide 
Mass 
Tolerance 
(+/-) 
1SO.O00 
ppra 



Peptide 
Masses 
are 

monotsotopic . 



Digest 
Used 
Trypsin 



Max. # 
Missed 
Cleavages 
1 



Cysteines 
Modified 
by 

acrylaraide 



Peptide 
N terminus 
Hydrogen (H) 



Pemide l nput# 
C terminus ^P riac 
Free Acid (OH) M ~ ses 



MOWSE 



Protein 



Result Summary 



Species 



NCBInr.51403 



Accession U 

1 1.81e+003 7/13(53%) 94057.0/5.13 R ATTUS NORVliGICUS 24025637 



449 7/13 (53%) 94081,1 / 5.13 MUS MUSCULUS 13277753 
449 7/13 (53%) 94133.1 / 5.15 MUS MUSCULUS 6680301 



Protein Name 

ischemia responsive 94 kDa 
protein 

heat shock protein 4 
apg-2 



Detailed Results 

f 1.7/13 matches (53%). 94057.0 Da, pi ^ 5.13. Acc. U 24025637. RATTUS NORVRGICUS. ischemia responsive 94 kDa 
> protein . 



m/z 


MH 4 


Delta 


start 


cad 


Peptide Sequence 


submitted 


matched 


ppm 


(Click Tor Fragment Ions) 


798.5500 


798.4514 


123.4893 


431 


436 


(KyVXTFYRfk) 


949.6100 


949.5219 


92.7425 


62 


69 


(K)JNTVOOFKR(Fi 


1321.8500 


1321.7116 


104.7200 


222 


234 


( K) VI .ATA FDmCGRfKi 


1402.7800 


1402.6313 


106.0213 


619 


629 


(K)N A V££ Y\ YEM R(m 


1495.8400 


I49S.7029 


91.6785 


20 


33 


(R)AGG 1ET1A NE YSDRfO 


1736.0700 


1735.9271 


823407 


391 


405 


fR)£FSlTDWPYPlSU^rW) 


1953.0400 


1952.8336 


105.6759 


406 


422 


(R)WNSPAREC:SSDCEVFPKrN> 



Modifications 



6 unmatched masses: 9 15.6000 917.3600 1305.8400 1478.8800 1587.9500 1624.0500 

The matched peptides cover 10% (84/840 AA's) of the protein. 
Coverage Map for This Hit (MS-Digest index #). 7876 1 9 



2. 7/13 matches (53%). 94081.1 Da, pi - 5.13. Acc. H 13277753. MUS MUSCU1AJS. heat shock protein 4 . 
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m/z MH + Delta . _ . Peptide Sequence 

submitted matched ppm sl * rt end (Click for Fragment Ions) Modifications 

798.5500 798.4514 123.4893 43 1 436 (K)VLT£YRj(K) 

949.6100 949.5219 92.7425 62 69 tt ONTVOGFKJtm 

1305.8400 1305.7418 75,1849 670 680 <K) QVYVDKLAKLKf S) 

1321.8500 1321.7116 104.7200 222 234 OO VLATAFDTTLOGRtt O 

1402.7800 1402.6313 1 06.0213 620 630 (K )NAVEEYVYEivlR (P) 

1495.8400 1495.7029 91.6785 20 33 (R )ACGiETlANKVSDH< C) 

1736.0700 1735.9271 82.3407 391 405 (R )EFS1TPVVPY1MS1,R( W) 

6 unmatched masses: 915 6000 917.3600 1478.88O0 1587.9500 1624.0500 1953.0400 

The matched peptides cover 9% (78/84 I AA's) of the protein. 
Coverage Map for This Hit (MS-Digest index #): 202745 

2. 7/13 matches <53%). 94133.1 Da, pi 5.15. Acc. tt 668030!. MUS MUSCULUS. apg-2 . 

m/z MH + Delia Peptide Sequence 

submitted matched ppm * tai t C,ld (Click for Fragment Ions) Modifications 

798.5500 798.4514 123.4893 431 436 (K) VLTFYR OO 

949.6100 949.5219 92.7425 62 69 (K)NTVOGFKR(F) 

1305.8400 1305.7418 75.1849 670 680 (K) pVYVDKLAELK (Sl 

1321.8500 1321.7116 104.7200 222 234 (K) VLATAFDTT1 / CCR( K) 

1402.7800 1402.6313 106.0213 620 630 (K )N AVKKY V YEM Rff» 

1495.8400 1 495.7029 91.6785 20 33 (R ) ACG1ET1AN EYSDRf Q 

1736,0700 1735.9271 82.3407 391 405 (R )KFSITPWPYFISLR( W) 

6 unmatched masses: 915.6000 917.3600 1478.8800 1587.9500 1624.0500 1953,0400 



The matched peptides cover 9% (78/84 1 AA's) of the protein. 
Coverage Map for This Hit (MS-Digesi index #): 1 179227 
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MS-Fit Search Results 



Press stop on your browser if you wish lo aborr this MS-Fit search prematurely. 

Sample ID (comment): Magic Bullet digest 
. Database searched: NCBlnr.51403 

Molecular weight search (1 000 - 100000 Da) selects 1372760 entries. 
Full pi range: 1432416 entries. 

Species search ( HUMAN RODENT ) selects 224838 entries. 

Combined molecular weight, pi and species searches select 211465 eniries. 

MS-Fit search selects 335 entries (results displayed Tor top 3 matches). 

Considered modifications: | Peptide N-terminal Gin to pyroClu [Oxidation of M | Protein N-tcrminus Acctylated | 
Peptide 

MiiL U Mass Peptide . . Max. # 

Peptides Tolerance Masses in i Missed 

to Match (+/-) are ~" d . Cleavages 

4 150,000 monoisotopic ir yP sin 1 
ppm 



Cysteines 
Modified 
by 

acrylamidc 



Peptide 
N terminus 
Hydrogen (H) 



Peptide 
C terminus 
Free Acid (O H) 



Input U 
Peptide 
Masses 
17 



Result Summary 



Rank 



MOWSK 
Score 



Masses 
Matched 



Protein 
MW (Da)/pl 



Species 



1 1.22e+005 11717(64%) 70149.7/5.20 MUSMUSCULUS 

2 1.22c+005 11/17(64%) 70163.8/5.24 MUSMUSCULUS 

3 2.66eH)04 10/17(58%) 70201.8/5.28 MUSMUSCULUS 



NCBlnr.51403 
Accession U 

29840803 
26326929 



6679385 



Protein Name 

unnamed protein product 
unnamed protein product 
65-kDa macrophage protein 



Detailed Results 



1. 11/17 matches (64%). 

m/z MH + 

submitted matched 

700.4400 700.4146 

811.5200 811.4136 

942.5800 942.5413 

1069.7200 1069.6257 

1126.7200 1126.6373 

1135.7100 1135.6111 

1287.7700 1287.6268 

1502.8900 1502.7525 

1585.9400 1585.8477 

1689.9700 1689.8560 

1758.0100 1757.8744 



start end 



70149.7 Da, P l 

Delta 
ppm 

36.2352 77 

131.0872 585 

41.0831 442 

88.1285 264 

73.4015 433 

87.0474 348 

111.2008 402 

913194 166 

58.1710 597 

67.4478 473 

77.1528 310 



5.20. Acc. U 29S40803. MUS MUSCULUS. urmamed protein product 



Peptide Sequence 



(Click for Fragment Ion*) 
82 (K WFHGLKf Sl 
591 OO VAlSMAfltn o 
449 (Rj VNKPPYPKf Ll 
272 O OlSPEELlJLRr Wl 
441 (k) IKVPVnWNRtV l 
357 (R)f2FVTAT0yVR(G) 
412 (R )NW]yiNSl,CVNPRf Vl 
178 (K) MINLSVPUTlDER r'n 
610 (R WYALPEDLVRVISrPW( M> 
488 tX )FSLVOTACQDLNECNR rT) 
326 (K >QYIKEG1PAVVIPMSCLR( E> 



Modifications 



6 unmatched masses: 927-5400 964.6000 1478.8800 1479.9200 1567.8600 1640.0900 
The matched peptides cover 19% (120/627 AA's) of die protein. 
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Coverage Map for This Hit (MS-Digest index #): 372720 

2. 1 1/17 matches (64%). 701 63.8 Da, pi = 5.24. Acc. U 26326929. MUS MUSCULO* utmamcd proiein product . 

m/z MH + Delta Peptide Sequence 

submitted matched ppm ena (Click for Fragment Ions) Modifications 

700.4400 700.4146 36.2352 77 82 (K>V£HCLK(S) 

811.5200 811.4136 131.0872 585 591 (K)YA1SMAR(K) 

942.5800 942.5413 41.0831 442 449 (R)VJNKP£YPK(L) 

1069.7200 1069.6257 88.1285 264 272 (T QLSPEELLLRf Wl 

1126.7200 1126.6373 73.4015 433 441 (K}ljO/PVDWNR(V) 

1135.7100 1135.6111 87.0474 348 357 (R> QFVTATDVVRf G) 

1287.7700 1287.6268 111.2008 402 412 (R) NWMNSLCVNPRr V> 

1502.8900 1502.7525 91.5194 166 178 (K )tV11Nl^VPDTn>£Rm 

1585.9400 1585.8477 58.1710 597 610 (R) VYAlPEDLVEVNPKf VT> 

J 689.9700 1689.8560 67.4478 473 488 (K) FSIVC1 ACODLNKGNR m 

1758,0100 1757.8744 77.1528 310 326 (K) CI>EE<;f PAWlDMSCLRfE ^ 

6 unmatched masses: 927.5400 964.6000 1478.8800 1479.9200 1567.8600 1640.0900 

The matched peptides cover 19 V* (120/627 AA's) of the protein- 
Coverage Map for This Hit (MS- Digest index #): 1 1743 11 

-3. 10/17 matches (58%). 70201.8 Da, pf - 5.28. Acc. U 6679385 MVS MUSCIJLUS. 65-kDa macrophage proiein . 
m/z MH T Delta Peptide Sequence 

submitted matched ppra Slart end (Click for Fragment Ions) Modifications 

700.4400 700.4! 46 36.2352 77 82 (K)VF^U£LK(T) 

811.5200 811.4136 131.0872 585 591 (K )YAlSjVf AR (K) 

942.5800 942.S413 41.0831 442 449 <R)VNKPPYPK(C) 

1069.7200 1069.6257 88.1285 264 272 QK »LSPKR|JJ.R (W) 

1126.7200 1126.6373 73.4015 433 441 <K )!KVPVDWNR(V ) 

113S.71O0 1135.6111 87,0474 348 357 (R )j&FVTATDVVR( G) 

1287.7700 1287.6268 111.2008 402 412 <R)N\VMNSliCVNPR(V) 

1502.8900 1502.7525 91.5194 166 178 <X )M1N1^VPDT1DER( T) , 

1585.9400 1585.8477 58.1710 S97 610 W V YALPEDLVEVNPK( lvl) 

1758.0100 1757.8744 77.1528 310 326 (K )OPEEC£PAVVi DMSCLR( E) 

7 unmatched masses: 927.5400 964.6000 1478.8800 1479.9200 1567.8600 1640.0900 1689.9700 

The matched peptides cover 16% (104/627 AA's) of the protein. 
Coverage Map for This Hit (MS-Digesl index it); 746520 
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MS-Tag Search Results 



Press slop on your browser if you wish lo abort this MS-Tag search prematurely. 
Sample ID (comment): Apo A-l 1040 AKPVLEDLR 
Database searched: NCBInr .51403 

Molecular weight search (1000 - 200000 Da) selects 1421445 entries. 
Full pi range: 1432416 entries. 

Species search ( HUMAN RODENT > selects 224838 entries. 
Combined molecular weight, pi and species searches select 222557 entries. 
Number of sequences passing through parent mass niter: 4727 
MS-Tag search selects 6 entries. 

Parent mass: 1287.7700 (+/- 0.2000 Da) 

Fragment Ions used in search: 175.00, 2S5.28, 272.30, 301.48, 36937, 432.69, 542.6S, 633.34, 655.97, 742.67, 840.69 (W- 0.70 Da) 

Inn Tim*v rVinciHar*/! • n K D < _ U 



Ion Types Considered: a b B y n h 



Search 
Mods 
identity 



Max.i«' 
Unmatched 
Tons 



Pepiide Masses Digest 
are Used 
monoisotopic Trypsin 



Max. s Missed Cysteines Peptide Peptide 
Cleavages Modified by N terminus C terminus 

1 acrylamide Hydrogen (H) Free Acid (OH) 



Result Summary 



Rank Unmatched 
Ions 



Sequence 



Calculated Error 
(Da) (Da) 



Protein 
MW (Da)/pl 



Species 



£ 1'" (R)*WMNSLGVNPR(V) 1287.6268 0.1432 70288.8/5.29 HOMO SAPIENS 

I 1/11 (R) NWMNSLCVNPR fVi 1287.6268 0.1432 70289.7/5.20 fJOMO SAPIENS 

I 1/11 (R) NWMNSLGVNPR (V) 1287,6268 0.1432 70201.8 / 528 MUS MUSCULUS 

1 " ll (R) NWftlNSLCV r NT*R fV r > 1287.6268 0.1432 32331.4 / 8.60 MUS MUSCULUS 

I 1/11 (R) NWMNSLCVNPR( V) 1287.6268 0.1432 70163.8 / S-24 MUS MUSCULUS 

i l'« (R) NWMNSLCVNTR fVl 1287.6268 0.1432 70149.7 / 5.20 MUS MUSCULUS 



NCBInr.51403 
Accession * 

8217S00: 

4504965 
6679385 
12843863 
26326929 
29840803 



Protein Name 

6A139H14.1 (lymphocyte cytosoiic protein 1 
(L-plastici)) 

lymphocyte cytosoiic protein I (L-plastio) 
65-kDa macrophage protein 
unnamed protein product 
unnamed protein product 
unnamed protein product 



Detailed Results 



Rank Unmatched 
Ions 



1/11 

1/11 

l/ll 
l/Il 
1/JI 
1/11 



MrT MH+ 
Catculated Error 
0>a) (Da) 



NCBlnr.5 1403 
Accession # 



Sequence Calculated Error nra*^y p [ Species 

(R) NWMNSLG VNPR( V) 1287.6268 0.1432 70288.8/5.29 HOMO SAPIENS 82V7SOO 



(R)N_WMNSbGVNPR(V) 1287.6268 0.1432 70289.7/ 5.20 HOMO SAPIENS 4504965 

(R) NWMNSLGVNPR (V) 1287.6268 0.1432 70201.8 / 5.28 MUS MUSCULUS 6679385 

(R) NWMNSLGVNPR (V) 1287.6268 0.1432 32331.4/8.60 MUS MUSCULUS 12843863 

(RV rsTVMNSLGVNPR fVl 1287.626$ 0.1432 70163.8 / 5.24 MUS MUSCULUS 26326929 

(R )NWM NSLC YNP R W 1287.6268 0.1432 70149.7 / 5.20 MUS MUSCULUS 29840803 



MS-Digest 
Index # 

696262 

725402 

746520 
1146923 
U743U 
372720 



Fragmeot-iou (m/z) 


175.00 


255.28|| 272.30 


[301.48 


369J7|[ 432.65 


542.65 


633.34 


655.97 


742.67 


{840.69 | 


Ion -type 
Delta Da 


y. 

-0.12 


0.L3 1 0.13 1 


I" 2 

1 0.35 


y r NHJ 

0.18 | 


0.52 


0.34 


*3 
0.09 


y* 

0.58 


y? 

0.25 





Protein Name 

bAl39HU.l (lymphocyte 
cytosoiic protein I (L-plastin)) 

lymphocyte cytosoiic protein 1 
(L-plastin) 

65-kDa macrophage protein 
unnamed protein product 
unnamed protein product 
unnamed protein product 
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BLAST 2 SEQUENCES RESULTS VERSION BLAST* 2.2.4 tAug-26-2002] 

Matrix |BLOSUM62 jfj gap 0 pen:JvT gap extension: fl ■ 
x_dropofT: [siT expcct:| 10.00 wordsize: |3 Filter F" BBSS! 

Sequence 1 gi 72220 heat shock protein 86 - mouse Length 733 (1 „ 733) 
Sequence 2 gi 72223 heat shock protein 84 - mouse Length 724 (I 724) 




NOTE:The statistics (bitscorc and expect value) is calculated based on the size of nr database 
Score 1102 bits (2851), Expect - 0.0 

Identities = 564/733 (76fr) Positives a 611/733 (82%) , Gaps = 9/733 (1*) 



Query: 
Sbjct: 
Query: 
Sbjct: 
Query: 
Sbj Ct : 

Query': 
Sbjct: 
Query: 
Sbjct: 
Query: 

Sbjct: 

Query: 



1 MPEErTQTQDQPMEEEBVET!FAFQAEIAQLMSLIINTFySNKEIFlJR.ELISNSSDAI<DKIR 6 0 

MPEE EEEVETFAPQAEIAQLMSLIIhrTFYSlIKEIFLREIiISN+SDAIjDKIR 
1 MPEEVHHG EEEVET : FAFQAEIAQLMSLIINTFYSMKEIFLRELISNASDALDKIR SS 

61 YESIiTOPSKLDSGKELHINLIPSKQDRTLTrVTO 12 0 

YESLTDPSKLDSGKEL I+4-IP+ Q +RTLT -t- VDTGI GMTKADL I NNLGT I AKSGTKAFME 
56 YESLTDPS1QjDSGKEI«KIDIIPNPQERTLTIjVDTGXGMTKADLI13N1iGTIAKSGTKAFME 115 

121 ALQAGAD ISM IGQ FGVGFYSAYIjVAEKVTVITKHNDDEQYAWESSAGG S FTVRTDTGEPM 180 

ALQAGADISMIGQFGVGFY.SAY'X.VAEKV vitkhnddeqyawbssaggsftvr D GEP* 
116 ALQAGADISMIGQFGVGFrSAYLVAfiKVVVITKHN'DDEQYAWESSAGGS FTVRADKGEP I 175 

181 G RGTKV I LHLKED QTEYIiEERRI KE I VKKHS QF IGY P I TL FVEKERXXXXXXXXXXXXXX 240 

GRGTKVII^LKEDQTEYLBERR*KE^VKKHSQFIGYPITL++EKER 
176 GRGTKVILHLKEDQTEYLEERRVKEVVKKHSQFlGYPITLYXEKEREKEISDDEAEEEkG 235 

241 raraXXXXXXXXXXXXXXOCXXXXXXX 300 

IjNKTKPIWTR 

236 EKEEEDKEDEEKPKI EDVGSDEEDDSGKDKKKKTKKI KEKYIDQEE LNKTKPIWTR 291 

301 NPOD I TNEE YGE F YKS LTNDWEEHIAVTOI FS VEGQLEFRAIjLFVPRRAP FD L F ENRKKXN 360 

NPDD IT EEYGEFY^SLTNDWE+H1AVKHFSVEGQI.EFRALLF> PRRAPFDI.FEN+KKKN 
292 N PDD ITQEE YGEFYKS LTNDWEDHIjAVKHFS VEGQIiEFRALLFI PR RAP F DLFE NKKKKN 351 

361 NXKLYVIttVFimNraEI^ 420 
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miklyvhrvfimd+c*el; -lnfirgvvdsbdlplnisremlqqskilkvi« }«-VKK 

NIKXYVRRVFIMDSCDELIREYLNFTRGWDSEDLPU^ISREMLQQSKILKVIRfaJIVKK 411 

CLELFT E L AED KEN Y KKFY EQ'FS KN I KLG I H EDS QNRKKL S ELL R Y YTS AS G D EMVSLKD 4 80 
CLELF+ELAEDKENYKKFYE FSKN+KLGIHEDS NR++LSELLRY+TS SGDEM SL + 
CLELFSELAEDKENYKKFYEAFS KNLKLGIHEDSTNRRRLSELLRYHTSQSGDEMTSLSE 471 

YCTRMKENQKHIYFITGETKDQVANSAFVERLRKHGLEVIYMIEPIDEYCVQQLKEFEGK 540 
Y +RMKE QK IY^ITGE+K+QVANSAFVER-RK G EV+YM EPIDEYCVQQLKEF+GK 
YVSRM KETQKS I Y Y I TG E S KEQ VANS AFVE RVRKRG FEVVYMTEP I D E Y CVQQ L KEFDGK 531 

TLVSVTXXXXXX^XXXXXXXXXXXXXXX^ 600 
+LVSVT NLCK+MK+IL+KKVEKV +SNRLV+SPCCI 

SLVSVTKEGLELPEDEEEKKKMEESKAKFEKLCKUMKE ILDKKVEKVTISNRLVSSPCCI 5 91 

VTST YGWTANMERIMKAQA1>RDNSTMGYMAAXXHI*E INPDHSI IETLRQKAEADKNDKSV 660 
VTSTYGWTANMERIMKAQAIiRDNSTMGYM AKKHLEINPDH I+ETLRQKAEADKNDK+V 
VTSTYGWTANMERIMKAQALRPNSTMGYMMAKKH^ 651 

KDLVILLYETALLSSGFSLEDPQTHANRIYRMlKLGLGtDEDDPTVDDTSAAVTEEMPPL 720 
KDLV+LL+ETALLSSGFSLEDPQTH+NRIYRMIKLGLGIDED* T tt SAAV +E + PPL 
KDLWLLFETALLSSG FS LED PQTHSNRI YRMI KLGLG IDEDEVTAEEPSAAVPDE I PPL 711 

EGDDDTSRMEEVD 73 3 
EGD+D SRMEEVD 
EGDEDASRMEEVD 72 4 

0.17 user sees. 0.01 sys . sees 0.18 total sees. 

K H 
0.316 0.134 0.372 

Gapped 

Lambda K h 

0.267 0.0410 0.140 



Sb j c t : 




Que ry - 


H 4, X 


Sb j ct * 


an 

H J. £. 


Query : 


4 81 




A~7~) 
H I Z 


Query : 


541 


Sbjct : 


532 


Query: 


601 


Sbjct: 


592 


Query : 


661 


Sbjct: 


652 


Query: 


721 


Sbjct: 


712 


CPU time: 


Lambda 





Matrix: RLOSUM62 

Gap Penalties: Existence: 11, Bxtension: 1 

Number of Hits to DB t S3 4 9 

Number of Sequences: 0 

Number of extensions: 3 84 

Number of successful extensions t 3 

Number of sequences better than 10.0.- i 

Number of HSP's better than 10. o without gapping: 1 

Number of HSP's successfully gapped in prelim test, o 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP's gapped (non-prelim) : l 

length of query: 733 

length of database: 405,742,521 

effective HSP length: 134 

effective length of query: 599 

effective length of database: 405.742,389 

effective search space: 243039691011 

effective search space used: 24,3039691011 

T: 9 

A: 40 

XI: 16 ( 7.3 bits) 
X2 : i29 (49.7 bits) 
X3: 129 (49.7 bits) 



51: 41 (21.6 bits) 
S2: 7B (34.7 bits) 
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FIG. 16A 



Matrix |BLOSUM62^j gap open:^ gap extension: fT~ 
x_dropoff: [io"* expcct:|l0.00 wordsize: |3 * Filter F fjlsi? 



Sequence 1 gi 72220 heat shock protein 86 - mouse Length 733 (1 733) 
Sequence 2 gi 72223 heat shock protein 84 - mouse Length 724 (1 .. 724) 

2 




NOTErThe statistics (bitscorc and expect value) is calculated based on the size of nr database 
Score - 1102 bits (2851), Expect » 0.0 

^dentj^j^s_=_S^4/733__(7^ Pokiti-vcs * 611/733 (£2%) , Gaps = 9/733 (1%) 



Query: 

Sbjct: 
Query: 
Sbjct: 
Query: 
SbjCt: 

Query: 
Sbjct s 
Query: 
Sbjct: 
Query 

Sb j Ct : 

Query; 



1 MPEETQTQDQpMEEEEVEl2rAPQAEIAQIiMSLIINTFVSNKElFIJlELISNSSDM*DKIR 60 

MPEE EEEVETFAFQAEIAQI^SLIIOTFYSOTOSTFLRELISN^SDALDKIR . 

1 MPEEVHHG EEE^FAFQAEIAQI^LIINTF^SKKEIFI^LISNRSDALOKIR 55 

61 YESI#TDPSKIJ3SGiroLHIHLIPSKQDRTLTIVDTC 120 

YESI/TDPSKLDSGKEL l*j4-ip* Q^RTLT^VDTGIGOTFMLXNNt^TIAXSGTKAFME 

56 YES LTD P S KLDSG KEL KID 1 1 PNPQERTLT L> VDTG IGMTKAD L INNI^GT I AKS GTKAFW E US 

121 ALQ AGAD ISM IGQ FG VG FYS AYTjVAE KVTV I TKHNDD E Q YAW ESS AGG S FTVRTDTG EPM 180 

ALQAGADXSM1GQFGVGFYSAYLVAEKV V ITBCHNDDEQYAWESSAGG5FTVR D GEPi- 

116 ALQAGAD I S M IGQFGVGFYSAYLVAEKVW ITKKHDDEQYAVIESS AGGS FTVRADHGEP I 175 

181 GRGT1CVI LHIiKEDQTEYLEERRI 102 1 VKKHSQF I GYP 1 TL F VEKERXXXXXXXXXXXXXX 24 0 

GRGTKVIIJHLKEDQTEYLB^PJl+KE^VKKHSQFXGYPITL++EKER 

17 6 GRGTKVXLHLKEDQTEYLEERRVKEVVKKHSQF1GYP ITI»YI»EIQ5R£KE ISDDEAEEEXG 235 

241 XXXX300Q0C ^^ 300 

236 EKEEEDKEDEEKPKIEDVGSDEEDDSGKDKXKKTKKIKEKYIDQEE LNKTKPIWTR 291 

301 "™1™ EY ^*^ L ^ FDLFEWRKKSN 360 

NPDDIT EEYGEFYKSLT1OTWE+HIAVKHFSVEGQI*EFRALLF*PRRAPFDI*FEN+KKKN 

292 II PDD I TQEE YGEFY1CS LTTTOWEDHIAVTO^S VEGQIjEFPJ FDLFENKKKXN 3S1 

361 NIKLYVPjfcVFI^NCTEI^PE 420 
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FIG. 16B 



l*ria.YVRfcVFIMD*C^ELr, .'CM F I RGWDS EDI, PLKIS EM1QQSK ULriCV 1 «-VKX 
Stojct; 3 52 NIJ^YVTlfcVFIMPSCDEtjIBETLiNFTRjCrVVTOSEOLP^ 411 

Query: 4 21 CCjELFTELAEpJCQTlf tQJ J IOX»IBBDSQ>nXfflQ*SEtiIiRYYTSASGOEMVSliia) 4 80 

S1AEDKENYKKFYE FSKS^KLCIHEDS KR*rtSELJ-RV*-TS SGDEH SL ♦ 
Sbjct: 412 CL^^SSIJu^KENifKieFTrXAPSIQ^ 471 

Query: 4a 1 YCTiWKENXJJQf IYF IT^ETT^C^ANSAFVERLIIKHCLEV rYMI£P.IOE5f CVQQucEFEGtt S40 

Y. *Kfc«B.: CISC.' IY*.r«^*3Cti9^^A^Vpfc-.-R:^ &XD&CVQ&IXE?*CX 
Sbjct . ^T2 V**S3KS23jQKSi^^^^ 551 

Query., sax Tfcvsyrxxjoucxxxx^ 600 

Sbjct: 532 SUVSVTIOIGE^I^OTEEEKIUX^B^ S91 

Query r 601 VTS^GWTA^ERIMK*QAJ>Ja3WST^^ 660 

Sbjct: 592 VTST^CTrrANWmXfclK^ e51 

Query: 661 PXtt'VrLLYCTW.I^STIFSL^prnilAOT 720 

Sbjct. 652 KDLWXAFCTAIO^SISP-SX^PQ^ 711 

Query: 721 BGDDPT5RKE2VD 731 

EGD+O SRKBEVD 
Sbjct t 73.2 ECDEDR5RMEEVD 72 4 

CPU time: 0.17 user sees. o.Ol sys . =ecs o.l8 tonal =ec S . 

Lambda K ft 

0.316 0.134 0.372 

Gapped 

Lambda K a 

0.26T - 0.04 3.Q 0.140 

Mat rise-. BU3SUM62 

Gap Penalties: Existence; 11, Extension: 1 

Number oT Hits to DS: 5343 " 

NvunbciC of Sequences: O 

Whmbec of extensions: 384 

Number of Successful exUnsionfl: 3 

Number of sequence b better than lo.O; i 

Number or HSP ■ a better than io. ; 0 without gapping. 1 

Number of HSP * ar successfully gapped in prelim teef 0 

JTtf* °t 1ST* Ui * t gapping in prelim test: 0 

Number of HSP«s gapped fnon-pr«ii«i) : 1 

length or query: 73 3 

length of database; *05 t 742.52J 

effective HSP lengthy 134 

effective length or -query; 

effective length of database t 4j05.742 f 3B9 
effective search spacer 243039G93.011 
effective search space used: 2 43 O 3 9693.011 
T: 9 
ft; 40 

XI: 16 f 7.3 bica) 
X2: .129 {49-7 OitC) 
X3:. 129 <49.-7 bitsl 



SI : 41 (21- 6 bits) 
S2: 7 8 {34.7 tolts} 



